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The L1CAM antibody A10-A3 efﬁciently reduces tumor growth in a nude mouse model. Here, we
describe the crystal structure of the Fab fragment of A10-A3 determined at 2.0 angstrom resolution.
The A10-A3 antibody H3 loop reveals a characteristic arrangement of exposed aromatic residues that
may play an important role in antigen binding. A structure model of the complex between L1CAM
Ig1-4 and A10-A3 Fab indicates that the Fab binds to three small loops outside Ig1 and a residue
between Ig1 and Ig2, consistent with an epitope mapping result. The data presented here should
contribute to the design of high-afﬁnity antibody for therapeutic purposes as well as to the under-
standing of neural cell remodeling and cancer progression mechanism mediated by L1CAM.
 2010 Federation of European Biochemical Societies. Published by Elsevier B.V. All rights reserved.1. Introduction in cancerous tissues and rarely in normal tissues, in addition to itsThe major cell adhesion molecule families (integrins, cadherins,
immunoglobulin-like CAMs and selectins) are often aberrantly
regulated in human cancer, contributing to the progression of can-
cers [1]. One such molecule L1CAM was reported in recent years to
be involved in the formation of variety of human cancers [2].
L1CAM, which is a type I transmembrane glycoprotein of the
immunoglobulin superfamily and originally described as a neural
cell adhesion molecule, has been shown to initiate a variety of dy-
namic motile processes, including cerebella cell migration and
neurite extension in the central nervous system [3]. While
L1CAM is expressed in a wide variety of human cancers, its pres-
ence in normal tissues was observed only in the nervous system
and in a small number of other tissues including lymphoid and
myelomonocytic cells [4], kidney tubule epithelial cells [5], and
intestinal crypt cells [6]. The feature of L1CAM expression, mostlychemical Societies. Published by E
Hong), ryuse@hanyang.ac.kr
lly to this work.cell surface localization, makes L1CAM a useful target in the diag-
nosis of patients with advanced stages of cancer, and a potential
candidate for therapeutic intervention.
L1CAM is composed of an 1100-residue ectodomain contain-
ing six Ig-like domains followed by ﬁve ﬁbronectin type III (FNIII)
repeats, a single-pass transmembrane region, and a 114-residue
cytoplasm tail (Fig. 1) [7]. Based on the crystal structure of two
L1CAM homologs, hemolin [8] and axonin-1 [9], the four N-termi-
nal Ig-like domains of L1CAM are predicted to adopt a horseshoe-
shaped conformation in which the ﬁrst and second domains (Ig1
and Ig2) fold back to interact with the fourth and third domains
(Ig4 and Ig3), respectively (Fig. 1). The ﬁrst four domains of
L1CAM and related proteins are necessary and sufﬁcient for hom-
ophilic interaction [10].
Antibodies blocking integrins, cadherins, selectins and IgG
superfamily adhesion molecules have been developed as anti-can-
cer agents [11]. A monoclonal antibody against L1CAM inhibited
migration and growth of tumor cells in vitro and in human ovarian
carcinoma xenograft models [12–14]. In our previous study, we
generated an anti-L1CAM monoclonal antibody A10-A3 by
immunizing mice with human intrahepatic cholangiocarcinomalsevier B.V. All rights reserved.
Fig. 1. The domain structure of L1CAM, showing the six Ig domains, the ﬁve FNIII domains, the transmembrane domain and the cytoplasmic domains. In the CAM
superfamily, L1 is distinguished by its long N terminus and extra residues in the Ig2-3 loop enabling the horseshoe structure. Ig1-4 domains are color-coded consistently
throughout the ﬁgures.
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cells and inhibits the tumor growth in nude mice [15], suggesting
that A10-A3 may have a potential as an anti-cancer agent.
In the present study, to understand a structural mechanism of
the antitumor activity exerted by A10-A3, we have determined
the crystal structure of the Fab of the A10-A3 to 2.0 Å resolutions,
and constructed a complex structure model with the L1CAM Ig1-4
based on a homology model of L1CAM Ig1-4. The complex model
indicates that three small loops from the L1CAM Ig1 interact with
the antigen binding site of the A10-A3 Fab. The interaction be-
tween the Ig1-Ig2 loop of L1 and the Fab CDR L2 also stabilizes
the complex. We also performed epotope mapping with deletion
mutants of L1CAM and identiﬁed that A10-A3 binds to the
L1CAM Ig1 domain, consistent with the structural modeling. The
detailed structural information on the CDR loops and framework
regions will be useful in the afﬁnity maturation and humanization
studies for the antibody’s therapeutic applications.
2. Materials and methods
2.1. Preparation of A10-A3 Fab fragment
A10-A3 antibody was puriﬁed from the culture supernatants of
hybridomas by an afﬁnity chromatography on Protein G-Sepharose
column (Upstate, USA). The puriﬁed antibody was digested with
papain (Pierce, USA) according to the manufacturer’s instruction
and the Fc part was removed by a Protein A-agarose column (Up-
state) to obtain the A10-A3 Fab. Finally, the Fab was puriﬁed by
an afﬁnity chromatography using CNBr-activated Sepharose (GE
Life Sciences) coupled with the Ig1 domain of L1CAM. The purity
of the Fab was conﬁrmed by SDS–PAGE. The puriﬁed Fab was dia-
lyzed against 1X PBS, pH 7.4 and concentrated to 20 mg/ml for
crystallization.
2.2. Crystallization and diffraction data collection
Crystallization condition was screened with the sitting drop
method by using the Hampton screening kit (index and crystal
screen I&II) at 18 C. An aliquot (1.0 ll) of the protein was mixed
with an equal volume of a reservoir solution. Crystals grew at the
condition of 0.2 M MgCl2, 0.1 M bis-tris pH 5.5 and 25% PEG3350
after 3–4 days. The cryo-protectant contained the mother liquor
with 20% glycerol. Crystals were harvested and soaked in the
cryo-protectant and then ﬂash-frozen in a nitrogen stream. The dif-
fraction data were collected in the beamline 6C at the Pohang
Accelerator Laboratory and processed with the HKL2000 program
[16]. The crystal belonged to the P212121 space group with unit cell
dimensions of a = 41.19 Å, b = 71.78 Å and c = 127.66 Å.
2.3. Structure determination and reﬁnement
The structure of A10-A3 Fab was determined by molecular
replacement by using the program Molrep [17]. The murine
anti-retinol-binding protein (RBP) Fab (PDB code 3BSZ) [18] that
showed the highest sequence homology with A10-A3 Fab was usedas the search model. The structure was reﬁned by using the
programs Refmac [19] and CNS [20]. During the reﬁnement, the ran-
domly selected 5%of datawere set aside forRfree calculation.Manual
model building and adjustments were performed by using the
program Coot [21]. The Ramachandran plots were drawn by the
program PROCHECK [22]. Figures were drawn by using the program
Pymol [23].
3. Results and discussion
The A10-A3 Fab structure determined by molecular replace-
ment comprises 216 residues of the light (L) chain and 218 resi-
dues of the heavy (H) chain with a total of 330 water molecules.
The ﬁnal Rcryst and Rfree values for the model reﬁned at 2.0
angstrom resolutions are 15.8% and 18.9%, respectively. The reﬁne-
ment statistics of the ﬁnal structure are summarized in Supple-
mentary Table 1. The Ramachandran plot [24] showed that 97.7%
of residues were in the favored regions, 2.1% of residues in the al-
lowed regions, and only one residue (R72) representing 0.2% of the
total number, in the outlier regions.
The A10-A3 Fab has the canonical b-sandwich immunoglobulin
fold with four domains: VL, CL, VH, and CH1 (where V indicates a
variable domain; C indicates a constant domain). The elbow angle
of the A10-A3 Fab is 135.8 that falls within the range of 127–225
commonly observed for Fab molecules. The CDRs L1, L2, and L3
conform to the canonical conformations belonging to the classiﬁca-
tions jL1-4, L2-1, and jL3-1 [25], respectively. The CDRs H1 and
H2 belong to canonical classes H1-1 and H2-2A [25], respectively.
The CDR H3 has a large variety in its length and amino acid se-
quence, and thus no canonical structures have ever been estab-
lished. According to a CDR H3 classiﬁcation [26], the A10-A3 CDR
H3 can be classiﬁed as an extended base structure together with
a b-hairpin conformation. In the A10-A3 H3, many side chains of
the H3 loop extend towards outside the loop, so the main chain
atoms become close together and form a hydrogen bond ladder.
The A10-A3 H3 is eleven residue-long, which is considered a mod-
erate length. This loop is abundant of aromatic residues with four
tyrosines and one phenylalanine out of eleven residues. A study of
the antigen-antibody complex structures indicates that aromatic
residues play a dominant role in antigen binding [27]. Two of the
aromatic residues in the A10-A3 H3 loop (Y99 and F105) are buried
in the cavity formed by the six CDR loops, another two aromatic
side chains (Y100 and Y107) are projected outside the cavity, while
another aromatic residue Y102 is on the top of the loop, which may
form part of the interaction of the antibody with its antigen (Fig. 2).
A comparative study of structural [26] diversity of CDR H3 revealed
that three out of ten antibodies display signiﬁcant structural differ-
ences between the free and complex forms. However, the free
forms of all the three antibodies lack typical hydrogen bond lad-
ders in their b-hairpins, indicating that the A10-A3 H3 loop is not
likely to have structural changes during antigen binding.
To better understand the interaction of antibody and antigen, we
constructed a homologymodel of of L1CAM Ig1-4 (residues 35-422)
(Fig. 3) based on the previous structure of CNTN4 Ig1-4 [28]. The
Ramachandran plot of the resulting homology model showed
Fig. 2. The ﬁnal electron-density map of the CDR-H3 loop (residues 97-107). The rA weighted [32] (2|Fo|  |Fc|) electron-density map was phased using the ﬁnal model at
2.0 Å resolution. The map is contoured at 1.0r. The ﬁnal model is shown as a stick model. All the residues except T97 and G104 were not conserved in the target antibody. The
sequence of the A10-A3 H3 is TVYYGYDGFAY, whereas the sequence of the target antibody is TRSGFDYGNED.
Fig. 3. (A) The homology model of L1CAM Ig1-4 showing the horseshoe-shaped structure of the domains. Three small loops (marked with 1, 2 and 3) of Ig1 domain make
contacts with the CDR regions of A10-A3 in the complex structure. (B) The complex model of hL1CAM Ig1-4 and A10-A3 Fab. Shown in the ﬁgure are only light and heavy
chain variable regions for clear viewing. The three loops interacting with the A10-A3 CDRs are marked with 1, 2 and 3 as in A. The Ig domains are color coded as in Fig. 1, and
the long Ig2-Ig3 linker is in blue. Fab variable region and CDR regions are shown in yellow and magenta, respectively.
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lowed regions, and 3.9% in the disallowed regions. Of the 3.9% of the
residues in the disallowed region, many were in either loop regionsor regions of low homology. Compared with the experimentally
determined structure of CNTN4, the rmsd calculated by using the
CE server [29], was 0.9 Å, which lies in the acceptable range for
Fig. 4. Binding mode of L1CAM Ig1-4 and A10-A3 Fab. The key residues were mapped on hL1 Ig1 and CDR regions of light and heavy chain of Fab. The hL1 Ig1 and Fab are
colored green and yellow, respectively. The CDR regions of light and heavy chain are colored pink and magenta, respectively. The labeling for hL1 and Fab is colored blue and
black, respectively. Hydrogen bonds were found by using the program Pymol [23]. (A) Interactions between the ﬁrst Ig1 loop and the Fab heavy chain CDR loops; (B)
interactions between the second and third Ig1 loop and the Fab light chain CDR loops L3; (C) interactions between the third Ig1 loop and the Fab heavy chain CDR H3; (D)
interactions between the loop Ig1-2 and the Fab light chain CDR L2.
Fig. 5. Epitope mapping of A10-A3. The extracellular region and the truncated variants of L1CAM fused to the human IgG Fc (hFc) were expressed in HEK293T cells and the
culture supernatants containing 5 lg proteins were subjected to Western blot analysis using A10-A3 followed by anti-mouse IgG-HRP (A) or anti-hFc-HRP (B).
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notable feature is its almost globular or horseshoe-shape structure,
in which Ig1 lies opposed to Ig4 and Ig2 lies opposed to Ig3 in an
anti-parallel fashion (Fig. 3). This folded structure is enabledby a lin-
ear stretch of amino acids between Ig2 and Ig3, shown in blue, that is
unique to the horseshoe shaped structures [31].
For the prediction of the complex structure by docking, the A10-
A3 Fab and hL1 Ig1-4 structures were submitted to the ClusPro ser-
ver as receptor and ligand, respectively. The antibody mode was
chosen in the docking. A total of 25 complex models were pre-
dicted, in which the ﬁrst model (model 0) with the lowest free-en-
ergy and largest number of wide free-energy attractor (202
members) showed the interaction between the Fab and the hL1
Ig1 (Fig. 3). In the complex model, the A10-A3 Fab CDR loops inter-
acted mainly with three small loops of the hL1 Ig1 domain and a
residue in the Ig1-2 loop (Fig. 4). All other models indicated inter-actions with other domains. The Ramachandran plot of the com-
plex model showed that 89.1% of all residues were in the most
favored regions, 8.2% of the residues were in the allowed regions,
and 2.7% of the residues were in the disallowed regions.
To experimentally characterize the domain to which A10-A3
binds, to begin with, the extracellular region, Ig1-6, and Fn1-5 of
L1CAM were separately expressed as fusion proteins with the hu-
man IgG Fc and subjected to Western blot analysis using A10-A3
(Fig. 5A) and anti-human IgG (Fc speciﬁc)-HRP (Fig. 5B). The result
indicates that A10-A3 binds to the Ig domains, but not to the Fn do-
mains. Next, the Ig-like domains were serially deleted, expressed
as a fusion form with the Fc, and subjected to Western blot analy-
sis. A10-A3 bound to the Ig1-5, Ig1-4, Ig1-3, Ig1-2, and Ig1, but not
to the Ig2-6, indicating that A10-A3 binds to the Ig1 domain of
L1CAM speciﬁcally, consistent with the model of the complex
between L1CAM and A10-A3 (Fig. 3).
Fig. 6. Models for homophilic adhesion of L1CAM and antibody-L1CAM complex. (A) A zipper model for homophilic adhesion based on the packing of unglycosylated axonin-
1 horseshoes in crystals [9]. (B) Model of L1CAM homophilic adhesion interaction and antibody binding, generated by aligning L1 Ig1-4 to axonin-1 and its symmetry
molecules. The black line in A indicates the remaining Ig-like, ﬁbronectin type III, and transmembrane domains of L1CAM. Ig, Ig0 , Ig0 0 and Ig0 0 0 indicate different L1 Ig1-4
molecules, and colored in orange, magentas, green and green, respectively. The loop from Ig3 contributes to homophilic interaction is colored in blue. A10-A3 Fab was colored
in cyan. The point of view in B is looking down from the upper cell membrane of A.
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that two of the horseshoe-shaped molecules arrange with antipar-
allel long axes so that the edge of one molecule contacts the face of
the other (Fig. 6A). In the modeled homophilic complex (Fig. 6B),
the ﬁrst molecule of Fab is able to bind the homophilic complex
of L1CAM. However, the second Fab can not bind to the complex
due to steric hindrance between Fab molecules. The Fc region of
the A10-A3 antibody would prohibit binding of the second anti-
body molecule, too. Thus, we expect that the A10-A3 binding to
L1CAM would decrease an efﬁcient homophilic interaction. In fact,
A10-A3 inhibited the homophilic L1CAM binding in trans in a dose-
dependent manner (H.J.H. and E.S.L., unpublished results). The de-
tailed understanding of L1CAM interaction with A10-A3 should
await experimental determination of crystal structures of the
complexes.
In summary, we determined the crystal structure of the Fab
fragment of A10-A3 antibody against L1CAM and constructed a
complex model between the A10-A3 Fab and L1CAM Ig1-4 by using
a homology model of L1CAM Ig1-4. The Fab structure revealed ex-
posed hydrophobic residues in the CDR H3 loop and a concave
antigen binding surface. In the complex model, three small loops
of Ig1 domain and one residue between Ig1 and Ig2 interact with
CDR loops of Fab. The detailed information on the CDR loop confor-
mation and framework regions should be useful for the antibody
afﬁnity maturation and humanization for the therapeutic applica-
tion of the A10-A3 antibody.Acknowledgments
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